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1 Supplementary materials
2

3 Table 1A. Lectin specificities and buffer requirements.

Lectin Preferred sugar Supplier Binding buffer
specificity
Concanavalin A (Con A) aMan, aGlc Vector Laboratories, TBS/0.05% Tween
Inc., Newark, CA, USA pH 6.3, 1 mM Ca
1mM MnCI2

Sambucus nigra lectin Neu5Ac Vector Laboratories, TBS/0.05% Tween
(SNA) Inc., Newark, CA, USA pH 5.5

Ricinus communis lectin  Gal Vector Laboratories, TBS/0.05% Tween
| (RCA 1) Inc., Newark, CA, USA pH7.4

Aleuria aurantia lectin Fuc Vector Laboratories, TBS/0.05% Tween
(AAL) Inc., Newark, CA, USA pH 9.0
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18 Table 2A. Peptides matching the vitellogenin II sequence identified after in-gel tryptic digestion

19 of yolkin 3 via LC-MS.
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Protein 1:
Accession:
Database:

Seq. Coverage [%4:

Vitellogenin-2 OS=Gallus gallus 0X=9031 GN=VTG2 PE=1 SV=1
Score:
MW [kDa]:

VIT2_CHICK
SwissProt
9,70 %

pl:

No. of Peptides:

1099,12
204,70
9,23

19

Modification(s): Carbamidomethyl, Oxidation
Crpd. No. of mz meas. A z Rt Score P Range Sequence Modification
Cmpds. miz [opr] [min]

570 6 542 7625 -256( 2 175 270( 1 1579-1587| K ARCSVSYNK | Carbamidomethyl: 3
1314 2 429 1936 2255 2 211 366 0 1581-1587|R CSVSY NKI Carbamidomethyl 1
2126 20 489.7839 -1.35] 2 27.3 46.0 1588-1595| KIKTANEVKF
974 7 4457314 -291 2 19.5 695 0 1624-1632| KSAGEATNLK A
4656 2 7154102 8471 2 354 240 1 1624-1637 | K SAGEATNLKAINIKI
2280 4 888.9399 154 2 253 634 0 1638-1653|KIGSHEDMHPVNGQVK L Oxidation: 8
3858 2 587.6317 316 3 320 326/ 0 1638-1653| KIGSHEDMHPVNGQVK L
18232 11 7374139 480 2 101.3 466 0 1702-1714| K TIMQVALWMAGK T Oxidation- 10
11932 2 729.4167 5221 2 66.7 548 0 1702-1714| KTMQVPLWMAGKT
5326 13 1069.9330 051 2 382 %1 1 1715-1731|KTCGICGKY DAECEQEY RM Carbamidomethyl: 2, 5, 12
4663 il 681.7656 -207| 2 354 890 0O 1722-1731|KY DAECEQEY RM Carbamidomethyl: 5
5688 1 1126 9827 -028| 2 397 559 1722-1739| K'Y DAECEQEY RMPNGY LAKN Carbamidomethyl: 5; Oxidation: 11
73 45 986 9796 933 2 543 1044 0 1740-1756| K NAVSFGHSWLEEAPCR G Carbamidomethyl: 16
2872 30 4257543 222 2 279 408 1 1764-1770| R SFVKLEKT
5232 30 5092815 -170] 2 378 711 0 1771-1780|KTVQLAGVDSK C
5892 3 562.7729 -175 2 406 536 0 1781-1789|K CY STEVIR C Carbamidomethyl: 1
7642 9 1166.0686 060 2 478 807 0 1799-1820| K TTPVTV GRHCLPADSANSLTDK. Carbamidomethyl: 10

5 2 478.7288 -024| 2 126 253 1 1621-1827| KQMKY DOK.S Oxidation: 2
4336 3 1080.7345 -2801 3 341 25 1 1824-1850| K'Y DQKSEDMQDTVDAHTTCSCENE Carbamidomethyl: 18, 20, 25




26 Table 3A. Peptides matching the vitellogenin I sequence identified after in-gel tryptic digestion of

27 yolkin 3 via LC-MS.
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Protein 2:
Accession:
Database;

Seq. Coverage [%:

Vitellogenin-1 0S=Gallus gallus OX=9031 GN=VTG1 PE=1 SV=1
Score:
MW [kDa]:

VIT1_CHICK
SwissProt
6,60 %

pl:

No. of Peptides:

795,61
210,50
9,16

Modification(s): Carbamidomethy!, Oxidation
Crpd No. of mz meas. A z Rt Score | P Range  [Sequence Modification
Sl m2 ppry ]

3023 1" 8723934 034 2 285 i 0 1664-1678| K SCNVVVAQDCTEHPKF Carbamidomethyl: 2, 10

378 1 535.2901 183 2 164 ¥2) 1 1685-1693[RKVDHQSLSRE

233 13 638.8881 518 2 420 556 0 1745-1756| K TVIVEARHGLKN

m 7 532239 063 3 138 612 2 1775-1788|R GKTCGVCGNNDREKH Carbamidomethyl- 4, 7

663 [ 578.7286 179 2 179 21 0 1777-1786|K TGV CGNNLR.E Carbamidomethyl: 2, 5

301 g 705.2992 106 2 165 673 1 1777-1788|KTCEV CGNNDREKH Carbamidomethyl- 2, 5

1039 3 624 8104 153 2 198 M9 0 1789-1798 (K HNELLIMPNHK L QOxidation: 6

i 17 8364064 139 3 457 n3 1 1830-1851) KLNRNPTIDGEESTCY SVDRVLK. Carbamidomethyl: 14

691 6 49 2816 19 2 18.1 670) 1 18521861 (K CMKDCTREXT Carbamidomethyl: 1, 5; Oxidation: 2
023 16 431.7018 40| 2 242 M20 0 1835-1861|KDCTREKT Carbamidomethyl: 2

%82 13 637 3512 408 2 564 836| 0 1874-1884|[KATAVSLLEAMQR S
1517 5 12464731 034 2 64.7 320[ 0 1690-1912| K SASEDVVESYDADDCTCTGDCS Carbamidomethyl: 16, 18, 22
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Table 4A. Summary table with parameters characterizing yolkin thermal stability.

The 330/350 nm ratio is represented as IPs corresponding to the Tm values and an onset of unfolding as

ON. Aggregation is shown as the IP corresponding to the inflection point of the scattering. In addition,

the slope of aggregation, temperature onset of aggregation, and average aggregation values are recorded

and presented in the table.

. |Retio A Scattering A
Annotations - -
P41 o ON (1 Sloge at IP £l ON ScatteringAverzge
Exclude |*| & ["|SampkID"le  ["jc  [*]2 "l ["]e  "lo "le "¢ "z ["jg ["f¢ [l *le  ["]a 7|
Excluded yolkin 12 Fed 000 7329 Q09 200 om  NJA N/A|  N/A N/A N/A N/A 51 18
Bucluded yolkin 13 do76) 089 7343 01§ 0000 oM WA N/A|  NJA N/A N/A N/A 15 75
Excluded yalkin 14 g4 016 724 oo0f 200 om| 75 27 38| 12| 683 263 B9 47
Bxcluded yolkin 15 4834 06) 715 Q03] 200| 0@ 7558 Q15 433 059 7240 043 BS 6,8
Excluded Ig¥ 483 011 7235 008 4080 05| 742 000 574 045 5969 018 %9 07
Excluded yolkind  [N/A |N,I‘A 717 Q1 7 048 7943 020 338 018 764y 0000 U3 16




